Salmonella enterica is responsible for major foodborne outbreaks worldwide. It can cause gastroenteritis characterized by diarrhea, vomiting, and fever. Salmonella infections raise public health concerns along with consequential economic impacts. In this report, we announce the first complete genome sequences of Salmonella enterica subsp. enterica serovar Choleraeuis (S. Choleraeuis) ATCC 10708 and Salmonella enterica subsp. enterica serovar Pullorum (S. Pullorum) ATCC 9120, isolated from patients with diarrhea.
Pacific Biosciences (PacBio) RS II sequencing platform, as previously reported (6, 7) . The library was prepared based on the 20-kb PacBio sample preparation protocol and sequenced using P6/C4 chemistry on four single-molecule real-time (SMRT) cells with a 240-min collection time. The continuous long read (CLR) data were de novo assembled using the PacBio hierarchical genome assembly process (HGAP version 3.0) with default parameters (8) . The assembled sequences were annotated using the NCBI Prokaryotic Genomes Annotation Pipeline and subsequently deposited at DDBJ/EMBL/GenBank.
The S. Choleraesuis genome was fully closed with 182ϫ coverage for the chromosome and 51ϫ coverage for the plasmid sequence. The chromosome consists of 4,824,322 bp with a GC content of 52.24%, while the plasmid comprises 119,113 bp with a GC content of 48%. PHAST (9) analysis identified four "intact" prophages, including Enterobacteria phage Fels-2, Enterobacteria phage P22, prophage Gifsy-2, and one unknown phage.
The S. Pullorum genome was fully closed with 355ϫ coverage for the chromosome and 178ϫ coverage for the plasmid. The genome size was 4,694,842 bp with a GC content of 52.19% and consisted of 4,630 genes. The plasmid was found to comprise 86,650 bp. PHAST analysis identified two "intact" prophages, including Enterobacteria phage Fels-2 and prophage Gifsy-2.
Sequencing of these isolates also measured the kinetic variations of nucleotide incorporation rates to infer DNA methyltrans- crossmark ferase activities (10) . The SMRT data of the methylomes were analyzed and are summarized in Table 1 . They are also deposited in REBASE (11) . DNA methyltransferase recognition motifs, which were detected by SMRT sequencing, and the genes encoding the various motifs can be found for S. Choleraesuis at http: //rebase.neb.com/cgi-bin/pacbioget?16669 and for S. Pullorum at http://rebase.neb.com/cgi-bin/pacbioget?10067. Nucleotide sequence accession numbers. The complete genome and plasmid sequences of S. Choleraesuis are available in GenBank under the accession numbers CP012344 and CP012345. The complete chromosome and plasmid sequences of S. Pullorum were deposited under the accession numbers CP012347 and CP012348. R.J.R. works for New England Biolabs, a company that sells research reagents, including restriction enzymes and DNA methylases to the scientific community. 
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